. The study panel represents a continuous admixture of diverse genetic ancestries. A scatter plot of principal components one (PC1) and two (PC2) of study participants' genotype data show the admixed nature of the study population's genetic ancestries. Comparison to HAPMAP population data sets (not shown) indicate that PC1 represents the African-European axis while PC2 represents the European-Asian axis.
. GWAS results with log 10 -transformed caffeine and quinine thresholds for all sequenced SNPs in the bitter taste receptor cluster on chromosome 12 (104 subjects). Associations are filtered for MAF > 5%, pHW > 10 -5 and call rates > 0.90. 
